Enzymatic determination of the nucleotide sequence of 5S rRNA prepared from a Vibrio cholerae non-Ol serovar isolated from a canal in Louisiana in 1978 revealed it to be identical to that of V. cholerae 01 isolated in 1905 from a pilgrim at the El Tor quarantine station. The two strains are associated with sharply contrasting habitats. Ranges of variation of 5 to 15% in procaryotic 5S rRNA sequences between species are typical; variation within species may be 2% or greater. Because the 5S rRNA sequences were identical, it is concluded that they have a common phylogenic origin.
The 5S rRNA molecule is one of two nucleic acid components of the 50S subunit of the bacterial ribosome and has been shown to contain the recognition site for amino acyltRNAs (7) . As a consequence of evolutionary conservation of ribosomes in all organisms, the nucleotide base sequence (and presumably function) of rRNAs is highly conserved. This has proved revealing since comparisons of rRNA sequences among species provide a basis for drawing phylogenetic inferences. The extent to which nucleotide base sequences are conserved in 5S rRNA has been demonstrated by comparison of base sequences among 5S rRNAs prepared from strains of widely divergent species (10, 12, 13) .
Roughly half of the approximately 120 bases constituting the 5S rRNA molecule participate in the formation of helical regions within which are found the least highly conserved sequences. Remaining bases are distributed over highly conserved looped-out regions and hairpin turns. The degree to which the base sequence of a given region of the 5S molecule is conserved appears to be a function of whether the region is helical or single stranded since sequences in single-stranded regions are approximately twice as stable as those which occur in helices (10) . The sequence conservation observed in 5S rRNAs prepared from strains representing a range of species renders the 5S molecule a useful source for phylogenetic inference (8. 10. 12. 14) . In addition to the value of 5S rRNA as a phylogenic indicator, results of a recent study (6) The eluant was precipitated with cold ethanol. suspended in a tracking dye buffer composed of 0.05% (wt/vol) xylene cyanol FF-0.05% (wt/vol) bromphenol blue-8 M urea in 50 mM TBE buffer, and electrophoresed in a 5% bis-acrylylcystamine-acrylamide gel (9) . After electrophoresis, the gel was stained with ethidium bromide and viewed on a UV transilluminator. The SS rRNA band was excised with a sterile blade and eluted as described by Hansen (9) . Purification by gel electrophoresis was repeated twice. The methods for dephosphorylation, 3' end labeling, 5' end labeling, and enzymatic sequencing have been published elsewhere (5) . Identification of 3'-and 5'-labeled termini was accomplished by thin-layer chromatography of RNase P1 and RNase T2 digests on polyethyleneimine-cellulose by the method of Randerath and Randerath (15) . Enzymes employed in the dephosphorylation, end labeling, and sequencing included calf intestinal phosphatase, molecular biology grade (Boehringer, Indianapolis, Ind.); T4 polynucleotide kinase and T4 RNA ligase (P-L Biochemicals, Milwaukee, Wis.); and endoribonucleases Ti, Phy M, U2, Bc, and CL3 (P-L Biochemicals).
RESULTS AND DISCUSSION
The nucleCotide base sequence for V. (cholcr(ra E8498 is identical to that of V. (ctolelra(' ATCC 14033 (Fig. 1) 
